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Our paper identified nuclear proteins likely harboring disordered low-complexity sequences via precipitation by b-isoxmicrocrystals.
In Table S2, we ranked 580 nuclear proteins isolated in this manner and indicated that they were ordered according to the density
of spectral counts. It has come to our attention that the proteins in this table are ordered by the relative density of [G/S]Y[G/S]
triplet repeats rather than by spectral counts. This error affects the following sentence in the text of the Results section:
‘‘Among the 580 mammalian proteins selectively precipitated by b-isox microcrystals, TAF15 registered the second highest number
of spectral counts, and the largest subunit of RNA polymerase II registered the third highest number of spectral counts (Table S2).’’
This is because the named positions had been based on ranking by triplet repeat density. We now provide with the article online
the correctly ordered Table S2 (by spectral counts instead of triplet repeat density), and the affected sentence has now been
changed to indicate the ranking positions of these proteins when ordered by spectral counts, such that TAF15 is 23rd on the list
and the largest subunit of RNA polymerase is 46th. All proteins on the list are well above the false discovery rate, and the fact
that both TAF15 and the largest subunit of RNA polymerase II are close to the very top of the list means that these adjustments
do not alter any results or conclusions presented in the paper. We note that Table S3, which presents the yeast nuclear proteins
precipitated by b-isox microcrystals, was correctly ordered by density of spectral counts as indicated. We wish to thank David
Trudgian, a computational scientist in our Mass Sepctrometry Shared Resource Core, for pointing out the inconsistency in the
organization and annotation of the original Table S2.ATR Prohibits Replication
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http://dx.doi.org/10.1016/j.cell.2014.01.001(Cell 155, 1088–1103; November 21, 2013)The labeling of x axes in Figures 1D, 1E, 3D, and S1B depicting DNA content by DAPI-associated fluorescence intensity contains a
typographical error. The correct labeling for all of these diagrams and the correct description in the figure legends are ‘‘Total DAPI
intensity per nucleus (AU).’’ None of these errors affect any of the results presented or their interpretations. The figures and figure
legends have been corrected online.374 Cell 156, 374, January 16, 2014 ª2014 Elsevier Inc.
